in regulating phosphorylation of Y926 and subsequent these reports described X-ray crystal structures, struc- 
Temperature-Dependent Detection of Amide Resonances Associated with the Hinge Region Results
In addition to the longer, unstructured loop 1, many ( 1 H-15 N)-HSQC peaks were either lost or significantly broadThe FAT domain adopts a monomeric, amphipathic fourhelix bundle in solution (see Table 1 for structure statisened when NMR experiments were performed at 27ЊC rather than 37ЊC (Figure 2A ). When the temperaturetics), similar to that observed in two of the three reported X-ray crystal structures ( Figures 1A and 1B) . The 12 dependent resonances are mapped to residues on the three-dimensional structure of the FAT domain, many amino acid linker at the amino terminus remaining from purification is not structured in solution and does not of these residues are colocalized in and around the hinge region ( Figure 2B ). The ability to detect resonances in have any contacts with the FAT domain; therefore, we consider it to be inconsequential to the final structure.
the hinge region at 37ЊC but not at 27ЊC suggests that resonances associated with the hinge region may be in The most significant difference between the X-ray crys- . In this study, the monomer crystallized with three molecules in the provides a measure of how "normal" or alternatively how "unusual" a given stereochemical property is, with a unit cell. Interestingly, there was variability in the G factor values of the residues in the hinge region among the low G factor indicating that the property (phi/psi torsion angle in this case) corresponds to a low probability conthree molecules, suggesting that this region adopts multiple conformations. In contrast, only a slight phi-psi formation. Consistent with our premise that the prolinerich region may be a source of conformational strain, angle violation was observed in P944 (945 in the avian FAT domain) in the structure of the domain-swapped low G factors are observed for two or more residues in the hinge region in each structure of the ensemble. Figure 6B, top panel) .
open conformation promotes phosphorylation of Y926, dipolar coupling constants were fit to preliminary FAT domain structures, and a rhombicity value was generated using the program RDCA (Yang et al., 1999 T972S, I973L, A975V, G996A, S1000N,  L1046I, G1047S, and T1049S) 
